μl of NPSs by using the method according to Chomczynski's protocol (11) . 53 Elution volume of the extractions was 90 μl. Pan-bocavirus nested PCR 54 targeting the VP1 region was used for detection of HBoVs as described by 55 Kapoor et al. (19) . Both sense and antisense strands of the second PCR 56 products were sequenced directly by using a BigDye terminator cycle 57 sequencing ready reaction kit (Perkin-Elmer Applied Biosystems, Tokyo, 58 Japan) with an ABI Prism 310 genetic analyzer (Perkin-Elmer Applied 59 Biosystems). The nucleotide sequences of the second PCR products were 60 assembled by using CLUSTAL W software. Phylogenetic trees were 61 generated by the neighbor-joining method with the MEGA program (22) . 62 Using DNA extracted from fecal specimens collected in Vietnam as templates 63 of the pan-bocavirus nested PCR, the first-round PCR products of HBoV1 64 and HBoV2 were cloned into the vector pT7Blue (Novagene, Inc., Madison, (WUPyV) . The PCR and RT-PCR protocols used for detecting these thirteen 78 viruses were the same as those previously described (1, 2, 12, 15, 17, 25, 28, 79 29, 32). In our study, we identified HBoV2, HBoV3 and HBoV4, as well as HBoV1, in 140 NPSs collected from patients with RTIs. The detection rate of HBoV1 141 (15.5%) in NPSs was within the range of previously reported rates (1.6-19%) 142 (4, 6, 8, 10, 23, 26, 27) . In contrast, the detection rates of HBoV2 (0.6%), 143 HBoV3 (0.4%) and HBoV4 (0.6%) in NPSs were much lower than that of 144 HBoV1 (15.5%). The hospital admission rates of HBoV2-4-positive patients 145 (0%) were lower than that of HBoV1-positive patients (37.9%). These facts No. (%) of detection Single detection *Among the 132 HBoV1-positive samples, 10 were detected simultaneously with two or more viruses (3 with hMPV and KIPyV, 3 with hRSV and HRV, 1 with WUPyV and HRV, 1 with hMPV and PIV3, 1 with KIPyV and WUPyV, and 1 with hMPV, KIPyV and WUPyV).
Codetection with one or more viruses HBoV2 
